Principal component analysis of population structure in the SwAsp collection based on a PCA of 760,292 SNPs that have been pruned to remove SNPs in high linkage disequilibrium and with a minor allele frequency exceeding 0.05. Although two PCA axes are shown, only the first axis display significant population structure (1.31% variance explained). Samples are colored according to location, ranging from south (red) to north (blue). Modified from Wang et al. (2018).
Supplementary Figure 5.
Results from the generalized dissimilarity modelling (GDM) for 'reference' SNPs (A and C) or 'selected' SNPs (B and D). A and B show the predicted non-linear relationship from the GDM between environmental distance and genomic distance, with points indicating observed distances between pairs of populations. C and D display the relationship between predicted genomic distance (line) and observed genetic distances between pairs of populations (points).
